ABSTRACT Fusarium oxysporum is a pathogenic fungus that infects hundreds of plant species. This paper reports the improved genome assembly of a reference strain, F. oxysporum f. sp. lycopersici Fol4287, a tomato pathogen.
assembly. The improved assembly was then quality checked by remapping. This process was repeated until no future correction could be identified.
The final assembly is 53.9 Mb, with 499 contigs and an N 50 value of 1.3 Mb. The largest contig size is 5.7 Mb. The GC content is 47.7%. The assembly includes a contig of 52,424 bp that captures the complete mitochondrial DNA and a contig of 7,875 bp of the complete ribosomal DNA sequence (2) . In a comparison of the new assembly to the reference assembly of F. oxysporum (assembly GCA_000149955) by BLAST, the contigs that belong to each chromosome were identified, ordered, and oriented within each chromosome. The contigs were divided into three categories, including 11 core chromosomes (C), 4 LS chromosomes (S), and some unmapped contigs (U). Except for chromosomes 1 and 2, each core chromosome was assembled into a single contig GenBank assembly number (GCA_003315725).
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ ENA/GenBank under the accession number QESU00000000. The version described in this paper is version QESU01000000. The PacBio and Illumina reads are available in SRA under accession numbers SRR7015920 and SRR7690004, respectively.
